Leuconostoc carnosum is a lactic acid bacterium that preferentially colonizes meat. In this work, we present the draft genome sequences of 12 Leuconostoc carnosum strains isolated from modified-atmosphere-packaged cooked ham and fresh sausages. Three strains harbor bacteriocin genes.
(18), using the sequence of L. carnosum JB16 as a reference. The draft genomes were annotated on the RAST server (19) and with Prokka v1.13 (20) . BAGEL4 (21) was used to identify bacteriocin genes. The sequence data were deposited in GenBank under the BioProject accession number PRJNA542256. Table 1 shows the GenBank accession number, number of raw reads, assembly statistics, and features of the genomes. The average GϩC content ( Ϯ the standard deviation) was 37.14% Ϯ 0.07%. An average of 1,790 coding sequences (CDS) per genome were annotated, with genome sizes ranging between 1,650,966 and 1,853,239 bp and an average completeness of 99.43%. According to in silico analysis, 3 out of 12 strains were identified as potential bacteriocin producers. Data availability. The sequence data were deposited in GenBank under BioProject accession number PRJNA542256. Table 1 lists, for each sample, the GenBank accession number and the number of raw reads.
